adults; 9 were male and 6 were female. The rate of nucleotide substitution in these 15 SEOV amplicons (330 bp; GenBank accession nos. KC576788-KC576802, JX853574) was calculated by Bayesian Markov chain Monte Carlo analysis using BEAST 1.74 (7) . The mean substitution rate, calculated by using the uncorrelated lognormal distribution relaxed molecular clock model and a Bayesian skyline model for the large segment of SEOV, was 8.27 × 10 -3 substitutions/site/year, with a 95% high posterior density interval that ranged from 1.02 × 10 -4 to 1.79 × 10 -2 . This substitution rate is about 3 times greater than that for middle and small segments (2) .
Phylogenetic relationships were assessed by using the uncorrelated lognormal distribution relaxed molecular clock model with the SRD06 substitution model (8) in BEAST 1.74. The Hantaan virus strain AA57 (GenBank accession no. AB620033) sequence was used as the outgroup. The resulting phylogenetic tree (Figure) showed that SEOV strains in the city of Hyesan shared >97.3% identity and were all clustered in their own lineages, subdivided into 2 co-existing sublineages. Although the geographic distance from Hyesan to northeastern China (e.g., Liaoning Province) is much less than that between northeastern and southeastern China (e.g., Zhejiang Province) or central China (e.g., Hubei Province), the phylogenetic distance between SEOV strains in North Korea and those in each location in China in clade A, calculated by using MEGA5.1 (9), was 0.03, but was only 0.01-0.02 between locations in China.
One possible explanation for this discrepancy in phylogenetic and geographic distances between SEOV strains in China and those in North Korea may be differences in the extent of human contact. Although human interactions among different regions of China are extensive, by comparison, those between China and North Korea are considerably reduced for political reasons. In addition, combining with small segment (GenBank accession no. HQ992815) sequence analysis (data not shown), the fact that SEOV strain L0199 from Laos were not clustered in clade A-D(2) showed that Laos was another possible area of origin for SEOV.
Our work contributes to the known epidemiology of exposure to the SEOV pathogen in Hyesan. Hyesan adjoins Changbai County in Jilin Province of China. However, SEOV was not detected in Changbai County during the surveillance program (data not shown), which was consistent with previous research (10) . This study further highlights the need for long-term surveillance. (2) . During JanuaryMarch 2012, a total of >1,000 cases were reported in France, mainly in stillborn and newborn lambs with congenital malformations.
In March 2012, neurologic disorders were detected in five 15-day-old puppies (Belgian shepherd) from a dog breeding kennel in northwestern France (Orne). We report data suggesting that these puppies were infected with SBV.
In June 2012, the kennel veterinarian contacted a veterinary school org/software/phylogenetics/ figtree). The tree was generated by using the uncorrelated lognormal distribution relaxed molecular clock model and SRD06 substitution model in BEAST1.74 (7) . SEOV strain name/GenBank accession no/country: The location is shown in taxa. The posterior number is shown for each branch. Clades A and D were established as described (2) Scale bar represents number of nucleotide changes per site.
